



A molecular phylogenetic analysis of the genera of fruit doves and allies using dense taxonomic 
sampling 
 




















Supplemental Figure S1 A, B, C, and D.  Bayesian 50% majority rule consensus tree of fruit doves and 
their allies from analyses using both newly-generated sequence data and GenBank sequences from Cibois 
et al. (2014). Taxa listed in bold are from Cibois et al. (2014). Taxa from the current study are labeled as 
in Figure 1, with numbers and letters following each taxon name referencing the specific tissue vouchers 
listed in Table 1. Numbers at each node indicate the bootstrap values from 500 replicates in a maximum 
likelihood (ML) analysis in Garli v. 2.0 (Zwickl 2006) and posterior probability (PP) from 20 million 
MCMC generations of a Bayesian analysis in MrBayes v. 3.2 (Ronquist and Huelsenbeck 2003). Dashes 
indicate bootstrap values <50 from the ML analysis. The scale bar indicates the rate of nucleotide 





































































































































































































































































































































































































Ptilinopus richardsii AMNH 216599
Ptilinopus ornatus AMNH 338798
Ptilinopus purpuratus MHNG PO2-81
Ptilinopus dupetithouarsii MHNG PO8-74
Ptilinopus huttoni AMNH 189696
Ptilinopus purpuratus MHNG 3A-037
Ptilinopus richardsii AMNH 216596
Ptilinopus dupetithouarsii MHNG PO8-22
Ptilinopus rarotogensis 42545
Ptilinopus rarotogensis UWBM 42830
Ptilinopus huttoni AMNH 192845
Ptilinopus ornatus AMNH 338804
Ptilinopus purpuratus  3A-038
Ptilinopus monacha AMNH 467513
Ptilinopus coronulatus 5214
Ptilinopus regina MNHN AD35
Ptilinopus dupetithouarsii MHNG AC10-05
Ptilinopus purpuratus MHNG PO5-69
Ptilinopus mercierii NML T5340
Ptilinopus purpuratus MHNG PO2-82
Ptilinopus greyii LSU B-45376
Ptilinopus rarotogensis UWBM 2499
Ptilinopus pulchellus 6870
Ptilinopus pelewensis AMNH 331971
Ptilinopus dupetithouarsii MHNG PO0-88
Ptilinopus greyii LSU B-45379
Ptilinopus regina MNHN AD52
Ptilinop s monacha AMNH 467507
Ptilinopus porphyraceus UWBM 42901
Ptilinopus greyii MNHN NC03
Ptilinopus roseicapilla UWBM 85595
Ptilinopus porphyraceus UWBM 42838
Ptilinopus pelewensis AMNH 331973
Ptilinopus dupetithouarsii  MHNG PO1-70
Ptilinopus perousii Watling CP9
Ptilinopus regina MNHN AD34
Ptilinopus porphyraceus AMNH 331119
Ptilinopus coralensis MHNG PO2-75
Ptilinopus regina 29878
Ptilinopus coronulatus AMNH 329304
Ptilinopus dupetithouarsii MHNG AC10-06
Ptilinopus greyii MN N NC05
Ptilinopus dupetithouarsii MHNG PO8-24
Ptilinopus dupetithouarsii MHNG PO1-68
Ptilinopus coronulatus AMNH 329302
Ptilinopus mercierii AMNH 193896
Ptilinopus purp ratus HNG PO5-68
Ptilinopus dupetithouarsii MHNG PO1-98
Ptilinopus purpuratus MHNG PO2-83
Ptilinopus insularis AMNH 192716
Ptilinopus mercierii AMNH 198072
Ptilinopus perousii 42842
Ptilinopus dupetithouarsii MHNG PO1-94
Ptilinopus chalcurus MHNG PO1-13
Ptilinopus greyii B45811
Ptilinopus dupetithouarsii MHNG PO1-69
Ptilinopus regina AMNH 609037
Ptilinopus roseicapilla UWBM 85590
Ptilinopus pulchellus UWBM 67922
Ptilinopus rarotogensis NHM 1975.25.1
Ptilinopus aurantiifrons MNHN AD53
tilinopus porphyraceus AMNH 133140
Ptilinopus coralensis MHNG PO2-67
Ptilinopus purpuratus MHNG AC10-22
Ptilinopus pulchellus UWBM 67918
Ptilinopus regina AMNH 609112




















































































































































































































































































































































Ptilinopus hyogastrus AMNH 467502
Ptilinopus ornatus AMNH 338798
Ptilinopus viridis UWBM 67972
Ptilinopus porphyreus B14209
Ptilinopus rivoli 4771
Ptilinopus ornatus AMNH 338804
Ptilinopus porphyreus 431135
Ptilinopus wallacii AMNH 610358
Ptilinopus perlatus MNHN AD51
Ptilinopus viridis UWBM 63242
Ptilinopus superbus LSU B-37372





Ptilinopus wallacii AMNH 610363
Ptilinopus solomonensis ZMUC 13 449
Ptilinopus rivoli 4788
Ptilinopus cinctus AMNH 345334
Ptilinopus rivoli 4745
Ptilinopus superbus UWBM 66097
Ptilinopus porphyreus MNHN AG02
Ptilinopus superbus UWBM 60217
Ptilinopus superbus UWBM 62820
Ptilinopus superbus LSU B-49381
Ptilinopus solomonensis ZMUC 139415
Ptilinopus iozonus MNHN AD50
Ptilinopus superbus UWBM 63089
Ptilinopus solomonensis ZMUC 139321
Ptilinopus superbus UWBM 76639
Ptilinopus viridis UWBM 60357
Ptilinopus rivoli 2003-100
Ptilinopus tannensis LSU B-45773
Ptilinopus superbus UWBM 76426
Ptilinopus iozonus LSU B-19410
Ptilinopus solomonensis ZMUC 139355
Ptilinopus eugeniae ZMUC 139322
Ptilinopus solomonensis ZMUC 139448
Ptilinopus pulchellus UWBM 67922
Ptilinopus hyogastrus AMNH 467501
Ptilinopus aurantiifrons MNHN AD53
Ptilinopus cinctus 16767
Ptilinopus porphyreus MNHN AD36


































To Figure S1 C 
ML/PP






Supplemental Figure S2. Ultrametric tree of fruit doves and their allies from a BEAST v. 1.7.5 
(Drummond et al. 2012) analysis. The tree shows the results of three different character reconstruction 
methods (parsimony, likelihood, and Bayesian MCMC) without the outgroup taxa included. Red branches 
indicate a terrestrial foraging mode, black branches indicate an arboreal foraging mode, and blue branches 
indicate the recovery of both foraging modes as being present in the ancestral populations. Values listed 
above nodes are the proportional likelihood values from a likelihood reconstruction analysis in Mesquite 
v. 2.75 (Maddison and Maddison 2011). Values range from 0 to 1 and indicate the likelihood a particular 
ancestral node was a terrestrial forager. Nodes without values indicate support for a foraging mode >0.99, 
and agree with the parsimony results (e.g., a node without associated values that bifurcates into two red 
branches has >0.99 support for a terrestrial foraging mode, and vice versa on nodes bifurcating into two 
black branches). Values listed below nodes are the posterior probability values from a Bayesian MCMC 
reconstruction analysis in RASP v. 3.0 (Yu et al. 2014). Scale and interpretation are the same as the 
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